Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.028; wR factor = 0.074; data-to-parameter ratio = 13.2.
The two fused five-and six-membered rings in the molecule of the title compound, C 8 H 6 BrN 3 O 2 , are approximately coplanar, the largest deviation from the mean plane being 0.011 (3) Å at the NH atom. The acetyl group is slightly twisted with respect to the imidazo [4,5-b] pyridine system, making a dihedral angle of 2.7 (2) . In the crystal, adjacent molecules are linked by intermolecular N-HÁ Á ÁN and C-HÁ Á ÁO hydrogen bonds, forming infinite chains.
Related literature
For background information on the pharmacological activities of imidazo [4,5-b] pyridines, see: Kale et al. (2009); Silverman (2004) ; Cristalli et al. (1995) ; Cundy et al. (1997) ; Banie et al. (2007) ; Mader (2008) ; Janssens et al. (1985) ; Bavetsias et al. (2007) ; Coates et al. (1993) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes:
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEPIII (Burnett & Johnson, 1996) and ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: DN2682). (Kale et al., 2009; Silverman, 2004) , which impart them diverse biological properties like antiviral (Cristalli et al.,1995; Cundy et al., 1997; Banie et al., 2007) , and anti-inflammatory (Mader, 2008) activity.
Substituted imidazo [4,5-b ]pyridines have also been tested for their potential selective antihistamine (H1) agents (Janssens et al.,1985) . Imidazo[4, pyridine derivatives were also reported as Aurora kinases (Bavetsias et al., 2007) and cyclic PDE inhibitors (Coates et al.,1993) . Importantly,imidazo [4,5-b] pyridine is a structural analogue of purine whose derivatives easily interact with large biomolecules such as DNA, RNA or diverse proteins in vivo.
The molecular plot of the crystal structure of 3-Acetyl-6-bromo-1,3-dihydro-imidazo[4,5-b]pyridin-2-one is shown in Fig.1 . The two fused five and six-membered rings building the molecule are nearly planar with the maximum deviation from the mean plane being -0.011 (3) A ° at N2. They form a dihedral angle of 2.7 (2)° with the acetyl group. In the crystal, adjacent molecules are linked by intermolecular N-H···N and C-H···O hydrogen bonding in the way to form infinite chains as shown in Fig. 2 and Table 1 .
To a stirred solution of 6-bromo-1,3-dihydro-imidazo[4,5 -b-]pyridin-2-one (0.2 g; 93.4 mmol), K 2 CO 3 (0.38 g; 2.8 mmol), and tetra n-butyl ammonium bromide (0.03 g; 9.34 10-5 mol) in DMF, acetyl chloride (0.08 ml; 1.12 mmol) was added dropwise. The mixture was heated under reflux for 24 h. After completion of reaction (monitored by TLC), the salt was filtered and the solvent was removed under reduced pressure. The resulting residue was purified by column chromatography on silica gel using (ethylacetate/hexane) (1/1) as eluent. Crystals were isolated after the solvent was allowed to evaporate.
Refinement
H atoms were located in a difference map and treated as riding with C-H = 0.93 Å for all aromatic H atoms and 0.96 Å for the methyl with U iso (H) = 1.2 U eq and U iso (H) = 1.5 U eq for the aromatic and methyl respectively. Figures   Fig. 1 . : Molecular view of the title compound with the atom-labelling scheme. Displacement ellipsoids are drawn at the 50% probability level. H atoms are represented as small circles of arbitrary radii. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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